تعیین خصوصیات ژنتیکی دو ایزوله بالینی استافیلوکوکوس اورئوس مقاوم به ونکومایسین جدا شده از بیمارستانهای کرمان by Ziasistani, Mahsa
  
  دا஺ه ﻋ࢖ﻮم ﭘﺰﺷਔﯽ ໊ඟﻣﺎن
  
  داﻧﺸﻜﺪه ﭘﺰﺷﻜﻲ
  ﺷﻨﺎﺳﻲ ﭘﺰﺷﻜﻲ ﻧﺎﻣﻪ ﻣﻘﻄﻊ ﻛﺎرﺷﻨﺎﺳﻲ ارﺷﺪ ﻣﻴﻜﺮوبﭘﺎﻳﺎن
  ﻋﻨﻮان:
ﺧﺼﻮﺻﻴﺎت ژﻧﺘﻴﻜﻲ دو اﻳﺰوﻟﻪ ﺑﺎﻟﻴﻨﻲ اﺳﺘﺎﻓﻴﻠﻮﻛﻮﻛﻮس اورﺋﻮس ﻣﻘﺎوم ﺑﻪ  ﺗﻌﻴﻴﻦ
  ﻫﺎي ﻛﺮﻣﺎنوﻧﻜﻮﻣﺎﻳﺴﻴﻦ ﺟﺪا ﺷﺪه از ﺑﻴﻤﺎرﺳﺘﺎن
  ﻣﻬﺴﺎ ﺿﻴﺎءﺳﻴﺴﺘﺎﻧﻲﺗﻮﺳﻂ: 
  د ﻛﻼﻧﺘﺮ ﻧﻴﺴﺘﺎﻧﻜﻲودﻛﺘﺮ داو اﺳﺘﺎد راﻫﻨﻤﺎ:






  ﻧﺎﻣﻪﭼﻜﻴﺪه ﭘﺎﻳﺎن
 ﻫﺎي ﻧﺎﺷﻲ از اﺳﺘﺎﻓﻴﻠﻮﻛﻮﻛﻮسﺖﻴﻦ ﻳﻚ ﺗﻬﺪﻳﺪ ﺟﻬﺎﻧﻲ در درﻣﺎن ﻋﻔﻮﻧﻫﺎي ﻣﻘﺎوم ﺑﻪ وﻧﻜﻮﻣﺎﻳﺴﻪ: ﺷﻴﻮع اﻳﺰوﻟﻣﻘﺪﻣﻪ       
ﭘﻼﺳﻤﻴﺪ ﺣﺎﻣﻞ و  6451nTﻫﺎي وﻳﺮوﻻﻧﺲ، ﻣﻘﺎوﻣﺖ داروﻳﻲ، ﻫﻤﭽﻨﻴﻦ ﺗﻴﭗ ﺗﺮاﻧﺴﭙﻮزون ﺑﺎﺷﺪ. در اﻳﻦ ﻣﻄﺎﻟﻌﻪ ژناورﺋﻮس ﻣﻲ
  ﺟﺪا ﺷﺪه در ﻛﺮﻣﺎن ﻣﻮرد ﺑﺮرﺳﻲ ﻗﺮار ﮔﺮﻓﺖ.ASRVاﻳﻦ ﺗﺮاﻧﺴﭙﻮزون و ﺗﻌﻴﻴﻦ ﺗﺎﻳﭗ دو اﻳﺰوﻟﻪ 
  ﻫﺎيردﻳﺎﺑﻲ ژنﺑﺮاي   RCPﺗﻜﻨﻴﻚ وﻫﺎي ﻓﻨﻮﺗﻴﭙﻲ ﻣﺸﺨﺺ ﻣﻘﺎوﻣﺖ ﺑﻪ وﻧﻜﻮﻣﺎﻳﺴﻴﻦ ﺑﺎ روش ﻫﺎ:ﻣﻮاد و روش       
 ,phc ,pes ,aes)CEI و ﻛﻼﺳﺘﺮ  -)'3(hpa Acem ,Anav ,Amre ,Bmre ,Cmre ,B/Asrm ,cI-)"2(hpa ,aIII
ﺗﻌﻴﻴﻦ  ﻫﺎﻳﻲ ﺑﻮدﻧﺪ ﻛﻪ ﺑﺮايﺗﺎﻳﭙﻴﻨﮓ روش cemCCSو  aps ،rga، TSLM. اﻧﺠﺎم ﭘﺬﻳﺮﻓﺖ lvp  وDCBAaci ،( ncs ,kas
اﺛﺒﺎت رﺳﻴﺪ  ﻫﺎ ﺑﻪدر اﻳﻦ ﺳﻮﻳﻪ 6451nT ﺣﻀﻮر ﺗﺮاﻧﺴﭙﻮزونﻫﻤﭽﻨﻴﻦ  ﻫﺎ ﺑﻪ ﻛﺎر ﮔﺮﻓﺘﻪ ﺷﺪﻧﺪ.ﺗﺎﻳﭗ و ارﺗﺒﺎط ﻛﻠﻮﻧﺎل اﻳﻦ اﻳﺰوﻟﻪ
  ﻳﺎﺑﻲ ﮔﺮدﻳﺪ. ﻧﻮع ﭘﻼﺳﻤﻴﺪ ﺣﺎﻣﻞ اﻳﻦ ﺗﺮاﻧﺴﭙﻮزون ﻧﻴﺰ ﻣﺸﺨﺺ ﺷﺪ.و ﺗﻮاﻟﻲ
  ,aes ,cI-)"2(hpa ,aIII -)'3(hpa Anav ,Amre ,Cmre ﻫﺎياز ﻟﺤﺎظ ﺣﻀﻮر ژن 1-ASRVاﻳﺰوﻟﻪ ﻫﺎ: ﻳﺎﻓﺘﻪ      
  ﺑﻮد.  932TS؛  030t aps؛  III cemCCS؛  Irga ﻣﺜﺒﺖ و واﺑﺴﺘﻪ ﺑﻪ ﻛﻠﻮن ,Daci ,pes
 و واﺑﺴﺘﻪ ﺑﻪ ﻛﻠﻮن ,Daci ,aes ,cI-)"2(hpa ,aIII -)'3(hpa Anav ,Amre ,Cmre ﻫﺎيژنراي دا 2-ASRV اﻳﺰوﻟﻪ
- ژن TSALB ﺑﻮد و آﻧﺎﻟﻴﺰ 6451nT ﺑﻮد. ﻫﺮ دو اﻳﺰوﻟﻪ ﺣﺎﻣﻞ ﺗﺮاﻧﺴﭙﻮزون 932TS؛  aps 9540t؛ III cemCCS ؛ Irga
  .ﻫﺎي اﻧﺘﺮوﻛﻮك ﻧﺸﺎن دادﺗﺸﺎﺑﻪ ﺳﻜﺎﻧﺲ را ﺑﺎ ﮔﻮﻧﻪ % 99/6 ،6451nT ﺑﺮ روي ﻳﺎﺑﻲ ﺷﺪهﻫﺎي ﺗﻮاﻟﻲ
 ﻫﺎي ﺑﻴﻤﺎرﺳﺘﺎﻧﻲ زﻧﮓ ﺧﻄﺮﻳﺴﺖ ﻛﻪ ﻣﺆﻛﺪ ﻧﻴﺎز ﺑﻪ ﺑﺮرﺳﻲدر ﺳﻴﺴﺘﻢ ASRVﻫﺎي ﻇﻬﻮر اﻳﺰوﻟﻪ ﮔﻴﺮي:ﺑﺤﺚ و ﻧﺘﻴﺠﻪ   
  ﻫﺎ ﻛﻤﻚ ﻛﻨﺪ.ﻫﺎي ﺧﻄﺮﻧﺎك در ﺑﻴﻤﺎرﺳﺘﺎنﺑﺎﺷﺪ ﺗﺎ ﺑﻪ ﻣﺤﺪود ﺳﺎﺧﺘﻦ اﻧﺘﻘﺎل اﻳﻦ ﺳﻮﻳﻪﻫﺎي دﻗﻴﻖ ﻣﻲ






Introduction: Vancomycin is a drug of choice for treatment of methicillin resistant 
Staphylococcus aureus (MRSA) infections. Unfortunately vancomycin resistant strains of S. 
aureus (VRSA) are emerging and reported from different hospitals around the globe. The aim of 
this study was genetic characterization of two clinical vancomycin-resistant Staphylococcus 
aureus (VRSA). 
Material and methods: Resistance to vancomycin was determined by phenotypic method. PCR 
was used for detection of mecA, vanA, ermA, ermB, ermC, msrA/B, aph(٢")-Ic, aph(٣')-IIIa, pvl, 
Immune Evasion Cluster [sea, sep, chip, sak and scn] genes and biofilm forming operon 
icaABCD. Multilocus sequence typing (MLST), staphylococcal cassette chromosome mec 
(SCCmec), spa and agr typing methods were using for determination of clonal relationship of 
VRSA isolates. Furthermore, transposon Tn١٥٤٦ was detected and sequenced. 
Results: Of two VRSA strains characterized in this study, VRSA-١ was positive for vanA, ermA, 
ermC, aph(٢")-Ic, aph(٣')-IIIa, sea, sep, icaD genes and was belonged to agr type I; SCCmec 
type III; spa type t٠٣٠ and ST٢٣٩. Furthermore, genetic characterization of VRSA-٢, revealed 
presence of multi-resistance genes including vanA, ermA, ermC, aph(٢")-Ic, aph(٣')-IIIa, sea, 
icaD and was belonged to agr type I; SCCmec type III; spa type t٤٥٩; ST٢٣٩. Both VRSA 
isolates were carried transposon Tn١٥٤٦ with van genes operon. The Basic Local Alignment 
Search Tool (BLAST) analysis of Tn١٥٤٦ genes indicated ٩٩٫٦٪ sequence homology with 
Tn١٥٤٦ in vancomycin-resistant Enterococcus spp. and support the van genes operon has an 
enterococcal origin.  
Conclusion: Emerging of VRSA strains in the health-care settings is alarming and highlights the 
need for effective measures to restrict the transmission of threatening spread of such strains in 
the hospitals. 
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